Abstract:
Open Reading Frame Finder (https://www.ncbi.nlm.nih.gov/orffinder/). The PCGs situated in 114 light strand (L strand) were made reverse complementary before incorporating them in the 115 analysis. However, the nucleotide composition and ATGC-Skew of tRNA genes, situated in 116 both heavy strand (H strand) and light strand (L strand) were analyzed as its original orientation.
117
The CGView Server (http://stothard.afns.ualberta.ca/cgview_server/) with default parameters 118 was used to map the circular representation of the generated completed mitochondrial genome
26
.
119
The base composition of nucleotide sequences, and composition skewness were calculated 
143

Results and discussion:
144 Genome size and organization.
145
In this study, the complete mitogenomes (16796 bp) of the black soft-shell turtle, N. nigricans 146 was firstly determined under the 'National Faunal Genome Resources (NFGR)' program at the 147 Zoological Survey of India, Kolkata (Fig. 1) strand were also similar in other Trionychidae species (Table S1 ).
156
The (Table 2) .
168
Overlapping and intergenic spacer regions.
169
Six overlapping sequences with a total length of 13 bp were identified in the N. nigricans 170 complete mitogenome ( Table S5 . Most of the tRNAs were folded into classic clover-leaf secondary structures (Table 2) .
244
Control region (CR).
245
The length of CR in N. nigricans was 1290 bp and the A+T content was 68.52% ( and (AT) 28 was observed in L. scutata and L. punctata respectively (Fig. 4) The authors declare that they have no competing interests. punctata, pst= P. steindachneri, pc= P. cantorii, psi= P. sinensis, rs= R. swinhoei, and tt= T. 
